Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; R factor = 0.045; wR factor = 0.161; data-to-parameter ratio = 15.6.
Related literature
For a related structure, see: Arshad et al. (2010) . For the synthesis, see: Siddiqui et al. (2009) ; Liu et al. (2008) . For general background to and the biological activity of coumarin derivatives, see: Anderson et al. (2002) ; Finn et al. (2004) ; Hofmanova et al. (1998) . For the biological activity of aminothiazole derivatives, see: Hiremath et al. (1992) ; Gursoy & Karah (2000) ; Jayashree et al. (2005) ; Patt et al. (1992) . For bond-length data, see: Allen et al. (1987) . For the stability of the temperature controller used for the data collection, see: Cosier & Glazer (1986) . For hydrogen-bond motifs, see: Bernstein et al. (1995) .
Experimental
Crystal data Refinement R[F 2 > 2(F 2 )] = 0.045 wR(F 2 ) = 0.161 S = 1.10 3957 reflections 253 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.40 e Å À3 Á min = À0.41 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx þ 1; y À 1 2 ; Àz À 1 2 ; (ii) x þ 1; Ày þ 1 2 ; z À 1 2 ; (iii) x À 1; y À 1; z.
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 
Comment
Aminothiazole ring is found to be associated with diverse pharmacological activities such as antifungal (Hiremath et al., 1992) , anti-tuberculosis (Gursoy & Karah, 2000) , anti-inflammation (Jayashree et al., 2005) and antihypertensive (Patt et al., 1992) . In addition, coumarin and its derivatives also exhibit significant enzyme inhibition (Hofmanova et al., 1998) , anticoagulant (Anderson et al., 2002) and free radical scavenging (Finn et al., 2004) activities. The title compound is a new derivative of thiazolyl coumarin. We present here its crystal structure.
Bond lengths (Allen et al., 1987) and the angles of the title compound ( Fig. 1) , are within the normal range and comparable with a related structure (Arshad et al., 2010) . The molecular structure is stabilized by intramolecular C11-H11A···O2 hydrogen bond which generates an S(6) ring motif (Bernstein et al., 1995) . The chromene (O1/C1-C9) ring system and thiazole (S1/N1/C10-C12) ring are approximately planar, with the maximum deviation of 0.021 (2) Å for atom O1 and 0.008 (2) Å for atom C10. The chromene ring system is inclined at angles of 14.21 (9) and 9.91 (10)° with respect to the thiazole and benzene (C14-C19) rings, respectively. The thiazole ring makes a dihedral angle of 24.06 (11)° with the benzene ring.
In the crystal packing (Fig.2) , the N2-H12N···O3 and C5-H5A···O3 interactions form a pair of bifurcated acceptor bonds which together with O3-H13O···O2 interactions link the independent molecules into a three-dimensional network.
The short intermolecular distance [3.4209 (14) Å] between symmetry-related S1/N1/C10-C12 (centroid Cg1) and O1/C1/ C2/C7-C9 (centroid Cg2) rings [symmetry code: -x, -y, -z] indicates the existence of π-π stacking interaction. (Liu et al., 2008 ) and 3-[ω-bromoacetyl coumarin] (Siddiqui et al., 2009) were synthesized as reported in the literature. The title compound was obtained by the cyclocondensation of 4-hydroxyacetophenone thiosemicarbazone with 3-[ω-bromoacetyl coumarin]. A solution of 3-[ω-bromoacetyl coumarin] (2.5 mmol) and 4-hydroxyacetophenone thiosemicarbazone (2.5 mmol) in chloroform-ethanol (2:1) was refluxed for 45 minutes at 60 °C to get dense yellow precipitates. The reaction mixture was cooled in ice bath and basified with ammonia to pH 7-8. The title compound was recrystallized from ethanol-chloroform (3:2) as yellow needle-like crystals.
Experimental

4-Hydroxyacetophenone thiosemicarbazone
Refinement
Atoms H12N and H13O were located in a difference Fourier map and allowed to be refined freely. The rest of H atoms were positioned geometrically and refined using a riding model, with C-H = 0.93-0.96 Å, and with U iso (H) = 1.2 U eq (C) or 1.5 U eq (C). A rotating-group model was applied for the methyl groups. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.38934 (7) (7) 0.0162 (9) −0.0022 (7) N1 0.0157 (10) 0.0157 (9) 0.0173 (11) −0.0020 (7) 0.0070 (9) 0.0005 (7) N2 0.0210 (11) 0.0158 (9) 0.0193 (12) −0.0052 (8) 0.0089 (9) −0.0005 (8) N3
0.0126 (9) 0.0149 (9) 0.0176 (11) −0.0022 (7) 0.0023 (8) 0.0020 (7) C1 0.0134 (11) 0.0169 (10) 0.0156 (12) 0.0005 (8) 0.0024 (9) 0.0012 (9) C2 0.0131 (11) 0.0149 (10) 0.0152 (12) 0.0017 (8) 0.0016 (9) 0.0007 (8) C3 0.0165 (11) 0.0222 (11) 0.0162 (12) 0.0000 (9) 0.0053 (10) 0.0032 (9) C4 0.0169 (12) 0.0190 (11) 0.0236 (14) −0.0052 (9) 0.0050 (10) 0.0024 (9) C5 0.0224 (13) 0.0186 (11) 0.0213 (14) −0.0040 (9) 0.0033 (11) −0.0030 (10) C6 0.0200 (12) 0.0212 (11) 0.0162 (13) −0.0018 (9) 0.0055 (10) −0.0020 (9) C7 0.0141 (11) 0.0162 (10) 0.0143 (12) 0.0013 (8) 0.0017 (9) 0.0010 (8) 
